. Stereo View of the NMR Ensemble of the heIF3b-RRM 170-274 -heIF3j Complex Peptide Complex. The 10 lowest-energy structures of heIF3b-RRM (in grey and green) and heIF3j (in yellow) are shown. The structures were fit using the backbone atoms C', C α , and N of residues 184-264 of heIF3b-RRM and residues 45-55 of heIF3j. 
H planes extracted from 2D
13 Cfiltered NOESY spectra recorded on the complex of the heIF3j peptides (heIF3j in black, and heIF3j in red) and 13 C/ 15 N-labeled heIF3b-RRM domain in a 100% 2 H 2 O solution. 19 out of the 32 intermolecular NOE correlations between heIF3j and heIF3b-RRM used for structure calculations of the complex are annotated (primed number correspond to heIF3j resonances). Figure S3 . Amino Acid Sequence Alignment of the heIF3b-RRM and the heIF3j-NTA with Other Species. (A) The amino acid sequence of heIF3b-RRM is aligned with its Mus musculus (Mouse) homolog (accession number P55884), Rattus Norvegicus homolog (Rat) (accession number Q4G061), Dictyostelium discoideum (Dicdi) homolog (accession number Q54QW1), Arabidopsis thaliana (Arath) homolog (accession number Q9C5Z1), Nicotiana tabacum (Tobac) homolog (accession number P56821), Saccharomyces cerevisiae (Yeast) homolog (accession number P06103), and Schizosaccharomyces pombe (Schpo) homolog (accession number Q10425). The alignment was conducted with ClustalW2 (http://www.ebi.ac.uk/Tools/clustalw2/index.html). Identical residues are shown with a dark background, whereas similar residues are shown with a lighter background. Corresponding secondary structures and the loop L5 of heIF3b-RRM are shown on top of the sequence. At the bottom of the sequence, residues presenting intermolecular noes used in structure calculations are highlighted with a star, and residues highlighted with circles are at a distance < 5Å of any atom of the protein partner. (B) The amino acid sequence of the heIF3j-NTA is aligned with its Mus musculus (Mouse) homolog (accession number Q66JS6), Rattus Norvegicus homolog (Rat) (accession number A0JPM9), Dictyostelium discoideum (Dicdi) homolog (accession number Q54KI0), Saccharomyces cerevisiae (Yeast) homolog (accession number Q05775), Bos taurus (Bovin) homolog (accession number Q0VCU8), and Pongo abelii (Ponab) homolog (accession number Q5R8D1). Table S1 . Oligonucleotides used in this study.
Oligonucleotide
Sequence ( 
